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Genomic Secjuence trorr. BAC ciorie 57 - - /% y ^7 O C 

Filcered query seq-^enc^ Uo/ » ^ -) 

totgatattgattcatgcccxmpbcaccttgccaaacatcacacgcttg 
ccatccagtccactcgattttgScagtgcagatgaaaaactgggaaccat ^ 

TTGTGTTGAGTCCAGCAAGATGCCAGGACCTGCATGTTTCAGAACGAAGT 

tcttcatcatccaatttctccctgtatatgggcttaccacnactgccgtt 
aagtcgtgtnaagtcaccactcaggtacataatggaataattctgcaaag 
gcaggagncactttctctccagtgctcagaccatgaaagttttctgatgt 
ctttggaactttgtctgcaaatagctcgaaggagacatggcctaaaggct 
cgccatctocggtgatattgna;^catggtagggctgaccgtggctgtggc 

C ATG ACTTTTT AG ANTNNNNNN^l^INN^JNlC^^ W 

^JNN^JNNNNNNNN^INCCCAATCCGGGACAGAGAATCN^^ 

GGGAAAGGGTCCTGAGTTTAT-OCCAAAGTTTCCCAGATTGCTTTCCATTG 

AAACGTAGCTCTGTGAGATACCATCAGGTGTTATGTGAAGAAATGTCTGT 

GTAGTCAAATATGTTTGAGTGAGTGAGCCTGAGCTGAGCAAGACTTTACT 

GCAAGACTTCCCATCTTCTGTCCCTTTTTATGCTA.^TGGGTAACACAAAC 

TCCAAAAGTGGGGTGTACAGCATGAGGCATTAACAA^^TTTATTGGACC 

ccACACAc^n^INN^INN^JN^IN^INN^^^ 



gb|M19533 |:-^vrCYCA Rac cyclophilin mRNA, complece cds . 
Length =7 43 

Minus Strand HSPs : 

pi Score = 413 {115.5 bits). Expect = l,5e-5a, Sunv P(5) = 1.5e-58 

Identities = 96/112 (85%), Positives = .96/112 (95%). Strcirid = Minus / 
Plus 



ill Query: 3 '/^ TNCAATATCACCGCAGATGGCGAGCCTTTAGGCCATGTCTCCTTCGAGCTATTTGCAGAC 

I M Mill il MIIIMilM II II I MM. Illllllll lllllllll 

Sb j c t : 64 TTCGACATCACGGCTGATGGCGAGCCCTTGC-GTCGCGTCTGCTTCGAGCTGTTTGCAGAC 



I , I 

m 



123 



Query: 312 AAAGTTCCAAAGAC?.TCAGAAAACTTTCATC-GTCTGAGCACTGGAGAGAAAG 2 61 

p ItllMIIIIIIMI IIIIIMIIIIIII lilllllllllMMIIII 

Sb j c t : 12 4 AAAGTTCCAAAGACACGAGAAA^.CTTTCGTGCTCTGAGCACTGGGGAGAAAG 175 

S4 Score = 236 (65.2 bits). Expect = 1.5e-5o, Sun ?(5) = l,5e-53 

,jrt Identicies = 52 /5S (39%). Positives = 52/5S (95%). Strand - Minus / Pius 

Oucrv: 117 TGCTGGACTCAACACAAATGGTTCCCAGTTTTTCATv^rTGCACTGCCAAAATCGAGTGG 50 

I II 1 1 1 II 1 1 1 II 1 1 1 II I II i II I M I M I 1 1 I II I 1 1 I M 1 1 1 i I M 1 1 1 

Sb j c t : 3 4 3 TGCTGGACCAAACACAAATGGTTCCC AGTTTTTTATCTGCACTGCCAAGACTGAGTGG 
405 

Score = 177 (43,9 bits), Ej-rpect = 1.5e-5rl. .Su.t. P(5) = 1.5e-58 
Identities = 41/43 (85%). Positives = 41/48 (o5'i). Strand = Minus / Plus 

Query: 6 0 GACTGGATG<:;CAAGCGTGTGATGTTTGGCAAGGTGCAAGAGGGCATGA 13 

I lllllllllllil Mil I Mill IIIMI MM lllllll 

Sb j c t : 4 04 GGCTGGATGGC?-A.GCATGTC-GTCTTTGGGX^.GGTGAA;i.GAAc:;GCATGA 4 51 

Score = 154 (42.5 bits). £>cp€Ct; = l-5e-59. Sum P(5) = l,5e-58 
Identities = 34/38 (897i). ?oAir.iv^>3 = 34/3f? (n9\'.), .Strand = Minus / Plus 

Query: 15 3 AGAACTTCGTTCTGAAACATGCAGGTCCTGGCATCTTG 116 

II II MM I II Ml lir III Mill II II III I I 

Sbjct: 299 AGAACTTCArCCTG.=Ui.GCATACAGGTCCTGGCATCTTG 335 

Score = 85 123.8 bicsl, i-xpecr. = 1.5*^-58, .Sum ;> ( 5 ) - 1.5e-58 

Identities = 22/23 (7«%), I'oiiicives 22/2.? (73?:), :^r,rand Minus / Plus 

Query: 25 6 TCCTGCCTTTGCAGA^.TTATTCCATTAT 225 

lllllll II I II I I II II II II Figure 6 

Sbjct: 19 3 TCCTCGTTTCACAGA.^TTATTCCAGGA7 22 0 



